ABSTRACT Campylobacter is a food-associated bacterium and a leading cause of foodborne illness worldwide, being associated with poultry in the food supply. This is the initial public release of 202 Campylobacter genome sequences as part of the 100K Pathogen Genome Project. These isolates represent global genomic diversity in the Campylobacter genus.
to 500-bp fragments. Library amplification was done for eight cycles using the Kapa HiFi HotStart ReadyMix, followed by a 1ϫ SPRI bead cleanup step. Size distribution of libraries was confirmed using Agilent 2100 Bioanalyzer system with high-sensitivity DNA kit (15, 16) , and indexed libraries were quantified with quantitative PCR (qPCR)-based Kapa library quantification kit (catalog no. KK4824) prior to pooling for sequencing either on the Illumina HiSeq 2000 with PE100 plus index read at BGI@UCD (Sacramento, CA) or PE150 on the Illumina HiSeq 3000 at the UC Davis Genome Center (Davis, CA). Paired-end reads were assembled using ABySS 1.5.2 using k ϭ 64 (17) .
All sample sequences are publicly available on the NCBI's Sequence Read Archive (SRA) database (http://www.ncbi.nlm.nih.gov/sra), and genome assemblies can be found in NCBI GenBank. Here, the 100K Pathogen Genome Project has assembled 202 genomes from different isolates of Campylobacter identified as C. jejuni (167 genomes), C. coli (32 genomes), and C. lari (3 genomes) ( Table 1) .
Accession number(s).
Sequences can be found in the 100K Project BioProject at the NCBI SRA BioProject and in the NCBI Genbank. Accession numbers are presented in Table 1 . 
